Pseudomonas aeruginosa strain SJTD-1 can utilize long-chain alkanes, diesel oil, and crude oil as sole carbon sources. We report the draft genome sequence of strain SJTD-1 (6,074,058 bp, with a GC content of 66.83%) and major findings from its annotation, which could provide insights into its petroleum biodegradation mechanism.
disease, and defense (n ϭ 134). These findings indicate that strain SJTD-1 has various catabolic abilities and unique adaptability to different environments.
According to the proposed alkane degradation mechanism (7, 12, 13, 15, 17) , several putative enzymes were also found in the SJTD-1 genome, such as alkane hydroxylases, a rubredoxin reductase, an aldehyde dehydrogenase, and some regulatory proteins. Further studies will be performed to confirm their functions, and more detailed genome analysis will reveal the unique molecular characteristics of strain SJTD-1.
Nucleotide sequence accession numbers. The data from the whole-genome shotgun project have been deposited in DDBJ/ EMBL/GenBank under the accession number AKCM00000000. The version described in this paper is the first version, with accession number AKCM01000000.
